. The gyrB region was partially sequenced to aid in identification of three isolates, BC2927, BC2928 and BC3042, using PCR primers reported by Young et al. (2008. A 860-bp fragment of the gyrB of the three isolates was compared with sequences of the reference strains of the genus Xanthomonas available in the GenBank. The isolates were clustered with X. arboricola pathovars, and clearly separated all the pathovars in a phylogenetic tree generated by the neighbour-joining method in the MEGA software, version 4.1 (Fig. 3 ) (Tamura et al., 2007) .The gyrB sequencefrom the isolates had distance indices of 0.014, 0.017, 0.017, 0.037, 0.013, 0.016, and 0.020, as determined by the Jukes-Cantor model, with sequences of the reference strains of X. arboricola pvs. juglandis, pruni, corylina, populi, celebensis, and the X. arboricola strains from Capsicum spp. (Myung et al., 2010; Young et al., 2008) , respectively.On the basis of the sequence, the three isolates were identified as X. arboricola. The disease is named bacterial fruit rot. To our knowledge, this is the first report of bacterial fruit rot of jujube caused by X. arboricola.
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